Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.048; wR factor = 0.140; data-to-parameter ratio = 17.6.
Refinement R[F 2 > 2(F 2 )] = 0.048 wR(F 2 ) = 0.140 S = 1.02 3803 reflections 216 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.21 e Å À3 Á min = À0.17 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). 
Comment
Quinoxalines represent an important class of nitrogen hetrocycles possessing wide range of biological activities (e.g. Khan, 2008) . Moreover, several quinoxalines have been reported as inhibitors of, e.g. poly(ADP-ribose)polymerase-1 (Miyashiro et al., 2009) . During our research we tried to synthesize novel quinoxaline derivatives which may possess enhanced biological activities.
The pyrazinone ring in the quinoxaline system have gained envelop shape to some extent with the r.m.s. deviation (0.1637 A°). The intramolecular hydrogen bonding present in the molecule give rise to the formation of five membered ring motif S(5) (Bernstein, et al., 1995) which is oriented at a dihedral angle of 28.13 (0.24) ° with respect to pyrazinone ring. The dihedral angle between planar p-xylene and pyrazinone ring is 21.31 (0.09) °. Further more symmetry related N-H···O type hydrogen bonding helps to stabilize the crystal structure of the molecule by forming eight membered ring motif R 2 2 8.
Experimental 2,5 Dimethyl aniline (0.67 g, 5.57 mmol) added to the suspension of 4-(Chloroacetyl)-3,4-dihydroquinoxalin-2 (1H)-one (1.25 g, 5.57 mmol and NaHCO 3 (0.7 g, 8.35 mmol) in 2-propanol. The reaction mixture was refluxed for 8 h. Then reaction was monitored by TLC (CHCl 3 and ethylacetate). The solid obtained on cooling was filtered, washed with chloroform and methanol. Colourless chunks of (I) were grown from an acetone DMF mixture by slow evaporation at room temperature.
Refinement
The H-atoms for the aromatic (C-H = 0.93), methylene (C-H = 0.97) and methyl carbon (C-H = 0.96) atoms were geometrically placed and treated as riding atoms: with U iso (H) = 1.2U eq for aromatic and methylene carbon atoms and U iso (H) = 1.5U eq for methyl carbon atoms. The (N-H 0.85 (2)-0.91 (2) atoms were freely refined with U iso (H) = 1.2U eq (parent N-atom) Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
